Supplemental Figure S1 . QQ-Plots of -Log10 (Pvalue) from observed vs. expected P-values for association analysis for popping expansion, using a mixed linear model considering the kinship matrix and the two first principal components to control for population grouping: (a) Least square means from Year 1 as phenotype input; (b) Least square means from Year 2 as phenotype input; (c) Least square means from combined analysis as phenotype input.
Supplemental Figure S2 . Manhattan plots of p-values for marker-trait association analysis, using a linear mixed model with kinship and the first six components: a) Least square means for Year 1; b) Least square means for Year 2; c) Least square means for Combined analysis.
Supplemental Figure S3 . LD heatmap for SNP S3_1223876449 (bin 3.06, positon 169662578) and the closest SNP inside the gene model GRMZM2G038170 with length Chr3: 169759132...169762670. Supplemental Table S1 . Single-nucleotide polymorphisms (SNPs) information in different data sets from which they were declared significant. 
